Search History Transcript 



Page 1 of 1 



WEST Search History 

a^|H|^ii|| jfjpj[pB ll|llf BBPH 

DATE: Friday, December 1 7, 2004 



Hide? Set Name Query Hit Count 

DB=PGPB, USPT.EPAB; PLUR=YES; OP=ADJ 



□ 1.16 


LI 5 and 17 


0 


O L15 


L14and 19 


o 


n L14 


(530/387.1,387.9,388.24,389.1 389 2VTCCLS1 


JUJ 1 


□ L13 


L12andlll 


1 
1 


□ L12 


antibod$.clm. 




n lii 


L10andl7 


4 


□ L10 


L9 or 18 


13 


n L9 


PARG.ab. 


13 


O L8 


PARG.ti. 


8 




L6 or 15 


3843 


□ L6 


ame.in. 


995 


□ L5 


jacobson.in. 


2852 


□ L4 


13 or 12 or 11 


3 


□ L3 


6333148.pn. 


1 


□ L2 


6337202.pn. 


1 




6395543.pn. 


1 


END OF SEARCH HISTORY 





http://westbrs:9000/bWcgi-bin/sr^ 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on : 



December 16, 2004, 



13:55:33 ; Search time 1.32945 Seconds 
(without alignments) 
1546.392 Million cell updates/ sec 



Title : 

Perfect score 
Sequence : 



US-09-973-451-11 
167 

1 LFTEVLDHNECLI ITGTEQYSEYTGYAETYR 31 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



478139 seqs, 66318000 residues 



Total number of hits satisfying chosen parameters 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



478139 



Post-processing: Minimum Match 0% 

Maximum Match 10 0% 
Listing first 45 summaries 



Database : Issued_JPatents_AA : * 

1 : /cgn2_6/ptodata/l/iaa/5A_COMB .pep: * 

2: /cgn2 6/ptodata/l/ iaa/ 5B_COMB . pep : * 

3 : /cgn2_6/ptodata/l/ iaa/ 6A_COMB . pep : * 

4 : /cgn2_6/ptodata/l/iaa/6B_COMB .pep : * 

5 : /cgn2_6/ptodata/l/iaa/PCTUS__COMB.pep : * 

6 : /cgn2__6/ptodata/l/iaa/backf ilesl .pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


167 


100 . 


0 


31 


3 


US - 


09 


-302 


-812 


-11 


Sequence 


11, Appl 


2 


167 


100 . 


0 


31 


3 


us- 


09 


-511 


-477 


-11 


Sequence 


11, Appl 


3 


167 


100 . 


0 


31 


3 


us- 


09 


-511 


-507 


-11 


Sequence 


11, Appl 


4 


167 


100 . 


0 


968 


3 


us- 


09 


-302 


-812 


-6 


Sequence 


6 , App 1 i 


5 


167 


100 . 


0 


968 


3 


us- 


09 


-511 


-477 


-6 


Sequence 


6 , App 1 i 


6 


167 


100 . 


0 


968 


3 


us- 


09 


-511 


-507 


-6 


Sequence 


6, Appli 


7 


167 


100 . 


0 


976 


3 


us- 


09 


-302 


-812 


-4 


Sequence 


4, Appli 


8 


167 


100 . 


0 


976 


3 


us- 


09 


-511 


-477 


-4 


Sequence 


4, Appli 


9 


167 


100 . 


0 


976 


3 


us- 


09 


-511 


-507 


-4 


Sequence 


4, Appli 


10 


167 


100 . 


0 


977 


3 


us- 


09 


-302 


-812 


-2 


Sequence 


2, Appli 


11 


167 


100 . 


0 


977 


3 


us- 


09 


-511 


-477 


-2 


Sequence 


2, Appli 



"1 o 

12 


167 


100 . 0 


977 


13 


82 


49.1 


768 


14 


82 


49 . 1 


768 


15 


82 


49 . 1 


768 


16 


53.5 


32 . 0 


697 


17 


53 


31.7 


726 


18 


53 


31.7 


726 


1 9 


53 


31.7 


726 


2 0 


49.5 


29.6 


123 


2 1 


49.5 


29.6 


434 


22 


49 


29.3 


453 


2 3 


4 9 


29.3 


453 


24 


48.5 


29.0 


122 


2 5 


4 8.5 


29.0 


330 


26 


4 8 


28.7 


372 


2 7 


4 8 


2 8.7 


372 


2 8 


4 8 


28.7 


408 


2 9 


48 


28.7 


993 


3 0 


4 8 


28.7 


1037 


3 1 


48 


28.7 


1113 


3 2 


46 


27.5 


230 


33 


46 


27.5 


542 


34 


45.5 


27.2 


208 


35 


45 


2 6.9 


168 


36 


45 


26.9 


168 


3 7 


45 


26.9 


192 


3 8 


45 


2 6.9 


192 


39 


45 


26 . 9 


226 


40 


45 


26 . 9 


342 


41 


45 


26 . 9 


371 


42 


45 


26.9 


418 


43 


45 


26 . 9 


418 


44 


45 


26.9 


418 


45 


45 


26 . 9 


686 



3 


us- 


-09 


-511 


-507-2 


3 


us- 


-09 


-302 


-812-8 


3 


us- 


-09 


-511 


-477-8 


3 


us- 


-09 


-511 


-507-8 


4 


US- 


-09 


-540 


-236-3601 


3 


us- 


-09 


-302 


-812-10 


3 


us- 


-09 


-511 


-477-10 


3 


us- 


-09 


-511 


-507-10 


4 


us- 


-09 


-107 


-532A-5299 


4 


us- 


-09 


-107 


-532A-4075 


1 


us- 


-08 


-374 


-155A-8 


2 


us- 


-08 


-785 


-396-8 


4 


us- 


09 


-107 


-532A-5851 


4 


us- 


-09 


-540 


-236-3751 


1 


us- 


-08- 


-597 


-236-8 


1 


us- 


-08 


-746- 


-682A-8 


4 


us- 


■09- 


-248 


-796A-19266 


4 


us- 


09- 


-894- 


-998A-50 


4 


us- 


■09- 


-894- 


-998A-54 


4 


us- 


09- 


-894- 


-998A-51 


4 


us- 


09- 


-328- 


-352-7134 


4 


us- 


09- 


-198- 


-452A-1003 


4 


us- 


09- 


-248- 


-796A-15775 


3 


us- 


08- 


-990- 


-791-9 


4 


us- 


09- 


-372- 


-591-9 


4 


us- 


09- 


-270- 


-767-38002 


4 


us- 


09- 


-270- 


-767-53219 


4 


us- 


09- 


-270- 


-767-59161 


4 


us- 


09- 


-543- 


-681A-6588 


4 


us- 


09- 


-270- 


-767-43760 


3 


us- 


08- 


-844- 


-054-2 


3 


us- 


09- 


-347- 


-333-2 


4 


us- 


09- 


■583- 


110-4220 


2 


us- 


08- 


993- 


■228-12 



Sequence 2, Appli 
Sequence 8, Appli 
Sequence 8, Appli 
Sequence 8, Appli 
Sequence 3601, Ap 
Sequence 10, Appl 
Sequence 10, Appl 
Sequence 10, Appl 
Sequence 5299, Ap 
Sequence 4 075, Ap 
Sequence 8, Appli 
Sequence 8, Appli 
Sequence 5 8 51, Ap 
Sequence 3751, Ap 
Sequence 8, Appli 
Sequence 8, Appli 
Sequence 19266, A 
Sequence 50, Appl 
Sequence 54, Appl 
Sequence 51, Appl 
Sequence 7134, Ap 
Sequence 1003, Ap 
Sequence 15775, A 
Sequence 9, Appli 
Sequence 9, Appli 
Sequence 38002, A 
Sequence 53219, A 
Sequence 59161, A 
Sequence 6588, Ap 
Sequence 43760, A 
Sequence 2, Appli 
Sequence 2, Appli 
Sequence 422 0, Ap 
Sequence 12 , Appl 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on: 



December 16, 2004, 



14:04:49 / Search time 4.45213 Seconds 
(without alignments) 
2491.591 Million cell updates/sec 



Title : 

Perfect score 
Sequence : 



US-09-973-451-11 
167 

1 LFTEVLDHNECLI ITGTEQYSEYTGYAETYR 31 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



1589859 seqs, 357834939 residues 



Total number of hits satisfying chosen parameters 



1589859 



Minimum DB seq length: 0 
Maximum DB seq length: 2000000000 

Post -processing : Minimum Match 0% 

Maximum Match 10 0% 
Listing first 45 summaries 



Database 



1 
2 
3 
4 
5 
6 
7 
8 
9 
10 
11 
12 
13 
14 
15 
16 
17 
18 
19 
20 



Published_Applications_AA: * 

/ cgn2_6/ptodata/l/pubpaa/US07_PUBCOMB .pep : * 
/ cgn2_6/ptodata/ l/pubpaa/PCT_NEW_PUB . pep : * 
/ cgn2_6/ptodata/l/pubpaa/US06_NEW_PUB .pep: * 
/ cgn2_6/ptodata/l/pubpaa/US06_PUBCOMB .pep : 
/ cgn2_6/ptodata/l/pubpaa/US07_NEW_PUB .pep * 
cgn2_6/ptodata/l/pubpaa/PCTUS__PUBCOMB. 



/ <^gnz_e,/pi:oaaT:a/ ±/puJopaa/US0 7_NEW_PUB . pep : * 
/ cgn2_6/ptodata/l/pubpaa/PCTUS__PUBCOMB.pep : * 
/ cgn2_6/ptodata/ 1 /pubpaa/US 0 8__NEW_PUB . pep : * 
/ cgn2_6/ptodata/l/pubpaa/US08_PUBCOMB .pep : * 
/cgn2_6/ptodata/l/pubpaa/US09A_PUBCOMB.pep : * 
/ cgn2_6/ptodata/ l/pubpaa/USO 9B_PUBCOMB . pep : 
/ cgn2__6/ptodata/ l/pubpaa/US0 9C_PUBCOMB .pep : 
/cgn2_6/ptodata/l/pubpaa/US09_NEW_PUB.pep : * 
/cgn2_6/ptodata/l/pubpaa/US10A_PUBCOMB .pep; 
/ cgn2_6/ptodata/l/pubpaa/US10B_PUBCOMB .pep : ■ 
/ cgn2_6/ptodata/l/pubpaa/US10C_PUBCOMB .pep : •■ 
I cgn2_6/ptodata/l/pubpaa/US10D_PUBCOMB .pep : • 
I cgn2_6/ptodata/l/pubpaa/US10_NEW_PUB.pep : * 
/cgn2_6/ptodat a/ 1 /pubpaa/US 11_NEW_PUB. pep : * 
/ cgn2_6/ptodata/l/pubpaa/US6 0_NEW_PUB .pep : * 
/ cgn2_6/ptodata/l/pubpaa/US60_PUBCOMB.pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 



Result Query 

No. Score Match Length DB ID 



Description 



1 


167 


100 . 0 


31 


2 


167 


100 . 0 


968 


3 


167 


100 . 0 


976 


4 


167 


100 . 0 


977 


5 


82 


49 . 1 


768 


6 


72 


43 . 1 


518 


7 


72 


43 . 1 


546 


8 


71 


42 .5 


509 


9 


58 


34 . 7 


47 


10 


56 


33 . 5 


300 


11 


55 


32 . 9 


524 


12 


55 


32 . 9 


529 


13 


55 


32 . 9 


536 


14 


55 


32 . 9 


542 


15 


54 . 5 


32 . 6 


428 


16 


53 


31.7 


726 


17 


52 


31 . 1 


87 


18 


52 


31 . 1 


147 


19 


50.5 


30.2 


86 


20 


49.5 


29.6 


307 


21 


49 


29 . 3 


224 


22 


49 


29.3 


225 


23 


49 


29 . 3 


329 


24 


49 


29.3 


427 


25 


49 


29 . 3 


447 


26 


49 


29 . 3 


453 


27 


49 


29 . 3 


453 


28 


49 


29.3 


453 


29 


49 


29 . 3 


499 


30 


49 


29.3 


519 


31 


49 


29.3 


1229 


32 


48 


28.7 


101 


33 


48 


28 . 7 


130 


34 


48 


28 . 7 


413 


35 


48 


28 . 7 


519 


36 


48 


28 . 7 


993 


37 


48 


28 . 7 


993 


38 


48 


28 . 7 


993 


39 


48 


28 . 7 


993 


40 


48 


28.7 


1037 


41 


48 


28 . 7 


1037 


42 


48 


28.7 


1037 


43 


48 


28.7 


1037 


44 


48 


28 . 7 


1113 


45 


48 


28 . 7 


1113 



9 


US- 


09- 


973- 


451- 


11 


9 


US- 


09- 


973- 


451- 


6 


9 


us- 


09- 


973- 


451- 


4 


9 


us- 


09- 


973- 


451- 


2 


9 


us- 


09- 


973- 


451- 


8 


17 


us 


-10 


-425 


-115 


-239190 


15 


us 


-10 


-425 


-114 


-60000 


16 


us 


-10 


-437 


-963 


-202306 


17 


us 


-10 


-425 


-115 


-325463 


15 


us 


-10 


-424 


-599 


-233915 


15 


us 


-10 


-425 


-114 


-65345 


15 


us 


-10 


-425 


-114 


-65514 


17 


us 


-10 


-425 


-115 


-244714 


17 


us 


-10 


-425 


-115 


-244717 


15 


us 


-10 


-282 


-122A-52564 


9 


us-> 


09- 


973- 


451- 


10 


17 


us 


-10 


-425 


-115 


-252508 


16 


us 


-10 


-437 


-963 


-138462 


16 


us 


-10 


-437 


-963 


-150772 


15 


us 


-10 


-282 


-122A-71975 


15 


us 


-10 


-425 


-114 


-45983 


16 


us 


-10 


-767 


-701 


-44091 


15 


us- 


-10 


-425 


-114 


-52216 


15 


us 


-10 


-389 


-566 


-1764 


15 


us- 


-10 


-282' 


-122A-72107 


14 


us- 


-10- 


-061 


-269- 


-8 


14 


us- 


-10- 


-463- 


-509- 


-8 


14 


us- 


-10- 


-463- 


-569- 


-8 


15 


us- 


-10- 


-424- 


-599- 


-229000 


17 


us- 


-10- 


-739- 


-930- 


-9479 


16 


us- 


-10- 


-437- 


-963- 


-141907 


15 


us- 


-10- 


-424- 


-599- 


-240498 


15 


us- 


-10- 


-425- 


-114- 


-49850 


15 


us- 


-10- 


-389- 


-566- 


-1499 


17 


us- 


-10- 


-425- 


-115- 


-200991 



9 US-09-894-998-50 
14 US-10-121-988-50 
14 US-10-200-562-50 
14 US-10-237-551-50 
9 US-09-894-998-54 
14 US-10-121-988-54 
14 US-10-200-562-54 
14 US-10-237-551-54 
9 US-09-894-998-51 
14 US-10-121-988-51 



Sequence 11, Appl 
Sequence 6; Appli 
Sequence 4, Appli 
Sequence 2, Appli 
Sequence 8, Appli 
Sequence 239190, 
Sequence 60000, A 
Sequence 202306, 
Sequence 325463, 
Sequence 233915, 
Sequence 65345, A 
Sequence 65514, A 
Sequence 244714, 
Sequence 244717, 
Sequence 52564, A 

Sequence 10, Appl 
Sequence 252508, 
Sequence 138462, 
Sequence 150772, 
Sequence 71975, A 
Sequence 45983, A 
Sequence 44091, A 
Sequence 52216, A 
Sequence 1764, Ap 
Sequence 72107, A 
Sequence 8, Appli 
Sequence 8, Appli 
Sequence 8, Appli 
Sequence 229000, 
Sequence 9479, Ap 
Sequence 141907, 
Sequence 240498, 
Sequence 49850, A 
Sequence 1499, Ap 
Sequence 200991, 

Sequence 50, Appl 
Sequence 50, Appl 
Sequence 50, Appl 
Sequence 50, Appl 

Sequence 54, Appl 
Sequence 54, Appl 
Sequence 54, Appl 
Sequence 54, Appl 

Sequence 51, Appl 
Sequence 51, Appl 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on: 



December 16, 2004, 



13:55:33 ; Search time 1.24368 Seconds 
(without alignments) 
1546.392 Million cell updates/sec 



Title : 

Perfect score 
Sequence : 



US-09-973-451-12 
152 

1 AYCGFLRPGVS S ENLSAVATGNXGCGAFG 2 9 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



478139 seqs, 66318000 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



478139 



Post-processing: Minimum Match 0% 

Maximum Match 10 0% 
Listing first 45 summaries 



Database : 



1 
2 
3 
4 
5 
6 



Issued__Patents_AA: * 

/cgn2_6/ptodata/l/iaa/5A__COMB.pep : * 
/ cgn2_6/ptodata/ 1/ iaa/ 5B_C0MB . pep : * 

/cgn2_6/ptodata/l/iaa/6A__C0MB .pep : * 
/cgn2_6/ptodata/l/iaa/6B_COMB.pep : * 
/ cgn2_6 /p todat a/ 1/ iaa/ PCTUS_COMB . pep : * 
/cgn2_6/ptodata/l/iaa/backf ilesl .pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No, 



% 

Query 

Score Match Length DB 



ID 



Description 



1 


150 


98 


. 7 


29 


3 


US- 


09 


-302 


2 


150 


98 


. 7 


29 


3 


US- 


09 


-511 


3 


150 


98 


. 7 


29 


3 


US- 


09 


-511 


4 


149 


98 


. 0 


976 


3 


US- 


09 


-302 


5 


149 


98 


. 0 


976 


3 


US- 


09 


-511 


6 


149 


98 


. 0 


976 


3 


US- 


09 


-511 


7 


149 


98 


. 0 


977 


3 


US- 


09 


-302 


8 


149 


98 


. 0 


977 


3 


US- 


09 


-511 


9 


149 


98 


. 0 


977 


3 


US- 


09 


-511 


10 


144 


94 


. 7 


968 


3 


US- 


09 


-302 


11 


144 


94 


. 7 


968 


3 


US- 


09 


-511 



-812 


-12 


Sequence 


12, Appl 


-477 


-12 


Sequence 


12, Appl 


-507 


-12 


Sequence 


12, Appl 


-812 


-4 


Sequence 


4, Appli 


-477 


-4 


Sequence 


4, Appli 


-507 


-4 


Sequence 


4, Appli 


-812 


-2 


Sequence 


2, Appli 


-477 


-2 


Sequence 


2, Appli 


-507 


-2 


Sequence 


2, Appli 


-812- 


-6 


Sequence 


6, Appli 


-477- 


-6 


Sequence 


6, Appli 



12 


144 


94 


. 7 


968 


13 


69 


45 


.4 


768 


14 


69 


45 


.4 


768 


15 


69 


45 


.4 


768 


16 


60 . 5 


39 


. 8 


543 


17 


60 . 5 


39 


. 8 


543 


18 


60 . 5 


39 


. 8 


543 


19 


60 . 5 


39 


. 8 


543 


2 0 


53 


34 


. 9 


154 


2 1 


53 


34 


. 9 


154 


22 


53 


34 


. 9 


403 


23 


53 


34 


. 9 


403 


24 


53 


34 


. 9 


403 


25 


53 


34 


. 9 


403 


26 


52 


34 


.2 


708 


2 7 


50.5 


33 , 


. 2 


411 


2 8 


49.5 


32 . 


. 6 


726 


2 9 


49.5 


32 , 


. 6 


726 


3 0 


49.5 


32 . 


. 6 


726 


3 1 


49 


32 . 


, 2 


1196 


32 


48 . 5 


31 . 


9 


887 


33 


47 . 5 


31 . 


2 


298 


34 


46.5 


30 . 


6 


134 


35 


46 . 5 


30 . 


6 


307 


36 


46 


30 . 


3 


359 


37 


46 


30 . 


3 


681 


3 8 


46 


30 . 


3 


681 


39 


46 


30 . 


3 


681 


40 


46 


30 . 


3 


1068 


41 


46 


30 . 


3 


1068 


42 


46 


30 . 


3 


1078 


43 


46 


30 . 


3 


1078 


44 


46 


30 . 


3 


1078 


45 


46 


30 . 


3 


1078 



3 


US 


-09 


-511 


-507-6 


3 


US 


-09 


-302 


-812-8 


3 


us 


-09 


-511 


-477-8 


3 


us 


-09 


-511 


-507-8 


1 


us 


-08 


-375 


-709-17 


1 


us 


-08 


-752 


-929-17 


3 


us 


-09 


-090 


-793-10 


4 


us 


-09 


-231 


-899-10 


4 


us 


-09 


-270 


-767-39843 


4 


us 


-09 


-270 


-767-55060 


4 


us 


-09 


-170- 


-496D-114 


4 


us- 


-09- 


-170 


-496D-224 


4 


us- 


-09- 


-743- 


-742B-4 


4 


us- 


-09- 


-743- 


-742B-10 


4 


us- 


-09- 


-248- 


-796A-16456 


4 


us- 


-09- 


-540- 


-236-3549 


3 


us- 


-09- 


-302- 


-812-10 


3 


us- 


-09- 


-511- 


-477-10 


3 


us- 


-09- 


-511- 


-507-10 


4 


us- 


-09- 


-252- 


-991A-18261 


4 


us- 


-09- 


-077- 


-940A-2 


3 


us- 


09- 


-025- 


-691-1 


4 


us- 


09- 


■621- 


-976-4066 


3 


us- 


■09- 


049- 


■672A-9 


2 


us- 


08- 


713- 


636-2 


1 


us- 


08- 


083- 


590A-18 


2 


us- 


08- 


346- 


128-37 


3 


us- 


08- 


532- 


384-18 


1 


us- 


08- 


537- 


210A-2 


3 


us- 


09- 


113- 


825-2 


1 


us- 


08- 


264- 


534-32 


1 


us- 


08- 


083- 


590A-11 


1 


us- 


08- 


465- 


500-32 


2 


us- 


08- 


346- 


128-32 



Sequence 6, Appli 
Sequence 8, Appli 
Sequence 8, Appli 
Sequence 8, Appli 
Sequence 17, Appl 
Sequence 17, Appl 
Sequence 10, Appl 
Sequence 10, Appl 
Sequence 39843, A 
Sequence 55060, A 
Sequence 114, App 
Sequence 224, App 
Sequence 4, Appli 
Sequence 10, Appl 
Sequence 16456, A 
Sequence 3549, Ap 
Sequence 10, Appl 
Sequence 10, Appl 
Sequence 10, Appl 
Sequence 18261, A 
Sequence 2, Appli 
Sequence 1, Appli 
Sequence 4066, Ap 
Sequence 9, Appli 
Sequence 2, Appli 
Sequence 18, Appl 
Sequence 37, Appl 
Sequence 18, Appl 
Sequence 2, Appli 
Sequence 2, Appli 
Sequence 32, Appl 
Sequence 11, Appl 
Sequence 32, Appl 
Sequence 32, Appl 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on : 



Title : 

Perfect score: 
Sequence : 



December 16, 2004, 14:04:49 ; Search time 4.16489 Seconds 

(without alignments) 
2491.591 Million cell updates/sec 

US-09-973-451-12 
152 

1 AYCGFLRPGVS SENLSAVATGNXGCGAFG 2 9 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



1589859 seqs, 357834939 residues 



Total number of hits satisfying chosen parameters 



1589859 



Minimum DB seq length: 0 
Maximum DB seq length: 2000000000 



Post -processing : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Database 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 
16 
17 
18 
19 
20 



Published__Applications_AA: * 

• /cgn2_6/ptodata/l/pubpaa/US07_PUBCOMB.pep: 
/cgn2_6/ptodata/l/pubpaa/PCT_NEW_PUB.pep : * 
/ cgn2_6 /p t oda t a/ 1 /pubpaa /US 0 6_NEW_PUB . pep : 
/ cgn2_6/ptodata/l/pubpaa/US06_PUBCOMB . pep : 
cgn2_6 / pt odat a/ 1 /pubpaa/US 0 7_NEW_PUB . pep : 

ran 0 /nhnHai-a / 1 /nnKr\3^ /dpttto -n-r-m /-i^\**t-i 



/ ^yi^_D/pLuudca/ -L/pUDpaa/ USUb_PUBCOMB . pep : * 
/cgn2_6 / pt odat a/ 1 /pubpaa/US 0 7_NEW_PUB . pep : * 
/cgn2_6/ptodata/l/pubpaa/PCTUS_PUBCOMB.pep: * 
/ cgn2_6/ptodata/l/pubpaa/US08_NEW_PUB .pep : * 
/ cgn2_6/ptodata/l/pubpaa/US08_PUBCOMB .pep : * 
/ cgn2_6/ptodat a/ 1 /pubpaa/US 0 9A_PUBCOMB. pep: * 
/cgn2_6/ptodata/l/pubpaa/US09B_PUBCOMB .pep : * 
/ cgn2_6/ptodata/l/pubpaa/US09C__PUBCOMB.pep : * 
/cgn2_6/ptodata/l/pubpaa/US09_NEW_PUB .pep : * 
/ cgn2__6/ptodata/l/pubpaa/US10A_PUBCOMB .pep: * 
/ cgn2_6/ptodata/l/pubpaa/US10B_PUBCOMB .pep: * 
/ cgn2_6/ptodata/l/pubpaa/US10C_PUBCOMB . pep : * 
/ cgn2_6/ptodata/l/pubpaa/US10D_PUBCOMB .pep : * 
/cgn2_6/ptodata/l/pubpaa/US10_NEW_PUB.pep : * 
/cgn2_6/ptodata/l/pubpaa/USll_NEW_PUB.pep : * 
/ cgn2_6/ptodata/ l/pubpaa/US60_NEW_PUB . pep : * 
/ cgn2_6/ptodata/l/pubpaa/US60_PUBCOMB .pep : - 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 



Result Query 

No. Score Match Length DB ID 



Description 



-1 

1 


150 


98 


. 7 


29 


2 


14 9 


98 


. 0 


976 


3 


149 


98 


. 0 


977 


4 


*1 A A 

144 


94 


. 7 


968 


T~ 

b 


74 


4 8 


. 7 


509 


6 


69 


45 


. 4 


768 


1 


67 


44 


. 1 


518 


8 


67 


44 


. 1 


546 


9 


66 


43 


. 4 


180 


1 0 


60.5 


3 9 


. 8 


543 


11 


57 


37 


. 5 


104 


12 


55.5 


3 6 


. 5 


768 


1J 


53 


34 


. 9 


75 




53 


34 


. 9 


75 


15 


53 


34 


. 9 


403 


16 


53 


34 


. 9 


403 


17 


53 


34 


. 9 


403 


18 


53 


34 


. 9 


403 


19 


53 


34 


. 9 


403 


2 0 


53 


34 , 


. 9 


422 


2 1 


53 


34 . 


. 9 


426 


2 2 


53 


34 . 


. 9 


445 


2 3 


53 


34 . 


, 9 


445 


24 


53 


34 , 


, 9 


2762 


2 5 


53 


34 . 


, 9 


2762 


2 6 


53 


34 . 


9 


2762 


<~\ r-t 

2 7 


53 


34 . 


9 


2762 


2 8 


53 


34 . 


9 


2762 


2 9 


53 


34 . 


9 


2762 


3 0 


53 


34 . 


9 


2762 


3 1 


53 


34 . 


9 


2762 


32 


53 


34 . 


9 


2762 


33 


53 


34 . 


9 


2762 


34 


53 


34 . 


9 


2762 


35 


53 


34 . 


9 


2762 


36 


53 


34 . 


9 


2762 


37 


52 


34 . 


2 


181 


38 


51 


33 . 


6 


114 


39 


51 


33 . 


6 


315 


40 


51 


33 . 


6 


371 


41 


51 


33 . 


6 


379 


42 


50 . 5 


33 . 


2 


501 


43 


50 


32 . 


9 


130 


44 


50 


32 . 


9 


199 


45 


50 


32 . 


9 


372 



9 US-09-973-451-12 
9 US-09-973-451-4 
9 US-09-973-451-2 
9 US-09-973-451-6 

16 US -10 -4 37 -963 -2 02 3 06 
9 US-09-973-451-8 

17 US -10 -42 5 -115 -23 9190 
15 US -10-425-1 14 -60000 
15 US -10 -424 -5 99 -15 644 5 
14 US-10-331-061-10 

17 US -10-425-1 15 -23 9179 
14 US -10-369-4 93 -2214 
9 US-09-993-844-46 



15 


US 


-10 


-633 


-438 


-32 


14 


US 


-10 


-251 


-385- 


-114 


14 


US 


-10 


-251 


-385- 


-224 


14 


US 


-10 


-225 


-567A-540 


14 


US- 


-10 


-290 


-078- 


-18 


14 


US- 


-10 


-353 


-690- 


-10 


16 


US- 


-10 


-367 


-094- 


-141 


15 


us- 


-10 


-311 


-671- 


-1 


14 


us- 


-10 


-240 


-145- 


-53 


14 


us- 


-10 


-240 


-145- 


-139 


14 


us- 


-10 


-123 


-155- 


-13 


14 


us- 


-10 


-146 


-731- 


-13 


14 


us- 


-10 


-140 


-472- 


-13 


14 


us- 


-10- 


-141 


-761- 


■13 


14 


us- 


-10- 


-142- 


-885- 


-13 


14 


us- 


■10- 


-158- 


-790- 


13 


14 


us- 


■10- 


-137- 


-871- 


13 


14 


us- 


-10- 


-140- 


-923- 


13 


14 


us- 


10- 


-141- 


-756- 


13 


14 


us- 


■10- 


-141- 


-759- 


13 


14 


us- 


10- 


-140- 


-805- 


13 


14 


us- 


10- 


-140- 


-864- 


13 


15 


us- 


10- 


-142- 


-426- 


13 


15 


us- 


10- 


-424- 


-599- 


177700 


17 


us- 


10- 


-425- 


-115- 


321774 


16 


us- 


10- 


-437- 


-963- 


157064 


14 


us- 


10- 


-369- 


■493- 


19533 


9 


US-09-738-626-5142 


15 


us- 


10- 


•282- 


•122A 


-63359 


17 


US- 


10- 


425- 


■115- 


247900 


16 


US- 


10- 


437- 


963- 


180011 


15 


US- 


10- 


424- 


599- 


269980 



Sequence 12, Appl 
Sequence 4, Appli 
Sequence 2, Appli 
Sequence 6, Appli 
Sequence 202306, 
Sequence 8, Appli 
Sequence 239190, 
Sequence 60000, A 
Sequence 156445, 
Sequence 10, Appl 
Sequence 239179, 
Sequence 2214, Ap 
Sequence 46, Appl 
Sequence 32, Appl 
Sequence 114, App 
Sequence 2 24, App 
Sequence 54 0, App 
Sequence 18, Appl 
Sequence 10, Appl 
Sequence 141, App 
Sequence 1, Appli 
Sequence 53, Appl 
Sequence 13 9, App 
Sequence 13, Appl 
Sequence 13, Appl 
Sequence 13, Appl 
Sequence 13, Appl 
Sequence 13, Appl 
Sequence 13, Appl 
Sequence 13, Appl 
Sequence 13, Appl 
Sequence 13, Appl 
Sequence 13, Appl 
Sequence 13, Appl 
Sequence 13, Appl 
Sequence 13, Appl 
Sequence 177700, 
Sequence 321774, 
Sequence 157064, 
Sequence 19533, A 
Sequence 5142, Ap 
Sequence 63359, A 
Sequence 247900, 
Sequence 180011, 
Sequence 269980, 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 

OM protein - protein search, using sw model 

December 16, 2004, 13:55:33 ; Search time 0.471742 Seconds 

(without alignments) 
1546.392 Million cell updates/sec 

US-09-973-451-13 
53 

1 FLINPELIVSR 11 
BLOSUM62 

Gapop 10.0 , Gapext 0.5 
478139 seqs, 66318000 residues 
Total number of hits satisfying chosen parameters: 478139 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_AA : * 

1 : /cgn2_6/ptodata/l/ iaa/ 5A_C0MB . pep : * 

2 : /cgn2_6/ptodata/l/iaa/5B_COMB.pep: * 

3 : / cgn2_6/ptodata/l/iaa/6A_C0MB . pep : * 

4 : /cgn2_6/ptodata/l/iaa/6B_COMB.pep:* 

5 : /cgn2_6/ptodata/l/iaa/PCTUS_COMB.pep : * 

6 : / cgn2_6/ptodata/l/iaa/backf ilesl .pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 










Description 


1 


53 


100 . 0 


11 


3 


US- 


09- 


302 


-812 


-13 


Sequence 


13, Appl 


2 


53 


100 . 0 


11 


3 


US- 


09- 


511 


-477 


-13 


Sequence 


13, Appl 


3 


53 


100 . 0 


11 


3 


US- 


09- 


511 


-507 


-13 


Sequence 


13, Appl 


4 


53 


100 . 0 


968 


3 


US- 


09- 


302 


-812 


-6 


Sequence 


6 , App 1 i 


5 


53 


100 . 0 


968 


3 


US- 


09- 


511 


-477 


-6 


Sequence 


6, Appli 


6 


53 


100 . 0 


968 


3 


US- 


09- 


511 


-507 


-6 


Sequence 


6 , App 1 i 


7 


53 


100 . 0 


977 


3 


US- 


09- 


302 


-812 


-2 


Sequence 


2, Appli 


8 


53 


100 . 0 


977 


3 


US- 


09- 


511 


-477 


-2 


Sequence 


2 , App 1 i 


9 


53 


100 . 0 


977 


3 


US- 


09- 


511 


-507 


-2 


Sequence 


2, Appli 


10 


52 


98 . 1 


976 


3 


US- 


09- 


302 


-812 


-4 


Sequence 


4, Appli 


11 


52 


98 . 1 


976 


3 


US- 


09- 


511 


-477 


-4 


Sequence 


4, Appli 



Run on 



Title : 

Perfect score: 
Sequence : 

Scoring table: 



Searched : 



Xz 


r~ **■» 

52 


98 


. 1 


976 


3 


US 


-09 


-511 


-507-4 


Sequence 


4, Appli 




A 1 

4 X 


77 


, 4 


252 


4 


US 


-09 


-198 


-452A-694 


Sequence 


694, App 


1 A 
X *± 


J / 


6 y 


. 8 


1323 


1 


T T fl 

US 


-08 


-026 


-138E-4 


Sequence 


4, Appli 


X 3 




d y 


. 8 


1336 


2 


US 


-08 


-231 


-193A-58 


Sequence 


58, Appl 


1 a 
X b 


3 / 


69 


. 8 


1336 


2 


T T ft 

US 


-08 


-486 


-273A-58 


Sequence 


58, Appl 


X / 


-) '-7 
3 / 


6 9 


. 8 


1336 


3 


US 


-08 


-940 


-086A-58 


Sequence 


58, Appl 


1 Q 
X 0 


J / 


6 y 


. 8 


1336 


3 


t t n 

US 


-08 


-940 


-035A-58 


Sequence 


58, Appl 


1 Q 

X y 


J / 


69 


. 8 


13 36 


3 


us ■ 


-08 


-935 


-105A-58 


Sequence 


58, Appl 


z u 


3 / 


69 


. 8 


1336 


4 


us 


-09 


-648 


-797-58 


Sequence 


58, Appl 


z X 


3 7 


69 


. 8 


1336 


4 


US- 


-09 


-386 


-123-58 


Sequence 


58, Appl 


Z Z 


J D 


b / 


. y 


12 3 


4 


US ■ 


-09 


-328- 


-352-5925 


Sequence 


5925, Ap 


9 T 
Z O 


"3 £T 


6 / 


. 9 


73 0 


4 


us - 


-09 


-248- 


-796A-15712 


Sequence 


15712, A 


9 /l 
Z 4 




6 6 


. 0 


^ r* r*\ 

358 


3 


us - 


-08 


-858- 


-207A-398 


Sequence 


3 98, App 


Z 3 




b b 


. U 


44 9 


4 


us - 


-09- 


-583- 


-110-4686 


Sequence 


4686, Ap 


<-\ r 
Z D 


34 


64 


. 2 


134 


4 


us- 


-09- 


-489- 


-039A-11592 


Sequence 


11592, A 


9 1 
Z / 


J 4 


64 , 


. 2 


409 


4 


US- 


-09- 


-540- 


-236-2952 


Sequence 


2952, Ap 


0 ft 
Z O 


J 4 


C A 

64 . 


. z 


1065 


3 


us - 


-09- 


-412- 


-545-2 


Sequence 


2, Appli 


z y 


3 3 


62 . 


. 3 


86 


4 


us- 


-09- 


-270- 


-767-34956 


Sequence 


34956, A 


J U 


3 J 


62 , 


. 3 


86 


4 


us- 


-09- 


-270- 


-767-50173 


Sequence 


50173, A 


"3 "1 
J X 


3 3 


62 . 


, 3 


88 


4 


us- 


-09- 


-328- 


-352-7192 


Sequence 


7192, Ap 


*3 *") 
3 Z 


3 3 


62 . 


. 3 


101 


4 


us- 


-09- 


-248- 


-796A-27320 


Sequence 


27320, A 




3 3 


62 . 


, 3 


176 


4 


us- 


■09- 


-107- 


-532A-6622 


Sequence 


6622, Ap 


O 4 


3 3 


62 . 


3 


313 


4 


us- 


■09- 


-551- 


-826D-14 


Sequence 


14, Appl 


"3 C 
J O 


3 3 


62 . 


3 


340 


4 


US- 


09- 


-248- 


-796A-14931 


Sequence 


14931, A 


3 O 


33 


62 . 


3 


400 


4 


US- 


09- 


-543- 


■681A-4587 


Sequence 


4587, Ap 


J / 




DZ . 


3 


452 


4 


us - 


09- 


-198- 


452A-853 


Sequence 


853, App 


T Q 
O O 


"3 "3 
J J 


bz . 


3 


55 6 


4 


T T /"I 

US- 


09- 


-248- 


■796A-20229 


Sequence 


20229, A 


7 Q 




^ 9 


J 


/ 4 4 


4 


us - 


09- 


■24 8- 


■796A- 17602 


Sequence 


17602, A 


40 


33 


62 . 


3 


883 


4 


us- 


09- 


-489- 


039A-11249 


Sequence 


11249, A 


41 


32 


60 . 


4 


68 


4 


us- 


09- 


•248- 


796A-21149 


Sequence 


21149, A 


42 


32 


60 . 


4 


68 


4 


us- 


09- 


248- 


796A-22753 


Sequence 


22753, A 


43 


32 


60 . 


4 


169 


2 


us- 


08- 


895- 


939-4 


Sequence 


4, Appli 


44 


32 


60 . 


4 


169 


3 


us- 


09- 


188- 


820-4 


Sequence 


4, Appli 


45 


32 


60. 


4 


169 


4 


us- 


09- 


617- 


805-7 


Sequence 


7, Appli 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on : 



December 16, 2004, 



14:04:49 ; Search time 1.57979 Seconds 
(without alignments) 
2491.591 Million cell updates/sec 



Title: 

Perfect score 
Sequence : 



US-09-973-451-13 
53 

1 FLINPELIVSR 11 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



1589859 seqs, 357834939 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



1589859 



Post -processing : 



Database : 



Minimum Match 0% 
Maximum Match 10 0% 
Listing first 45 summaries 

Published_Applications_AA: * 
1 : / cgn2_6/ptodata/l/pubpaa/US07_PUBCOMB .pep : * 
/ cgn2_6/ptodata/l/pubpaa/PCT__NEW_PUB . pep : * 
/cgn2_6/ptodata/l/pubpaa/US0 6_NEW__PUB.pep: 
/ cgn2_6/ptodata/ l/pubpaa/US06_PUBCOMB . pep : 
:gn2_6/ptodata/ l/pubpaa/US0 7_NEW__PUB . pep : 

an 2 /nfnHa \- a 1 1 /rinhnao /DPTTTC r>TTD r*r> vttd 



2 
3 
4 
5 
6 
7 
8 
9 
10 
11 
12 
13 
14 
15 
16 
17 
18 
19 
20 



/ <_yn^_o/ puouaca/ i/pucpaa/ USUb^UBCOMB .pep : * 
/ cgn2_6/ptodata/ l/pubpaa/US0 7_NEW__PUB . pep : * 
/ cgn2_6/ptodata/l/pubpaa/PCTUS_PUBCOMB .pep : * 
/ cgn2_6/ptodat a/ 1/pubpaa/US 0 8_NEW_PUB . pep : * 
/ cgn2_6/ptodata/l/pubpaa/US08_PUBCOMB .pep: * 
/ cgn2_6/ptodata/l/pubpaa/US09A_PUBCOMB.pep: * 
/ cgn2_6/ptodata/l/pubpaa/US0 9B_PUBCOMB .pep : 
/ cgn2_6/ptodata/l/pubpaa/US09C_PUBCOMB.pep : 
/ cgn2_6/ptodata/l/pubpaa/US09_NEW_PUB.pep : * 
/ cgn2_6/ptodata/l/pubpaa/US10A_PUBCOMB .pep : 
/ cgn2_6/ptodata/l/pubpaa/US10B_PUBCOMB .pep : 
/ cgn2_6/ptodata/l/pubpaa/US10C_PUBCOMB .pep : 
/ cgn2_6/ptodata/l/pubpaa/US10D_PUBCOMB .pep : 
/ cgn2_6/ptodata/l/pubpaa/US10__NEW_PUB .pep : * 
/cgn2_6/ptodata/l/pubpaa/USll_NEW_PUB.pep: * 
/ cgn2__6/ptodata/l/pubpaa/US60_NEW_PUB .pep : * 
/ cgn2__6/ptodata/l/pubpaa/US60_PUBCOMB.pep: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 



Result Query 

No. Score Match Length DB ID 



Description 



1 


b J 


1 A A 

X u u 


A 


1 1 


9 


TTO 


A A 

0 9- 


*1 o 

973 - 


451-13 


Sequence 


13, Appl 


Z 


b3 


"1 A A 
1 0 U 


. u 


rt a 

96 8 


9 


TTO 

US - 


09- 


973 - 


451-6 


Sequence 


6, Appli 




b 3 


T A A 

1UU 


. U 


Q *"7 T 

y / / 


9 


TTO 

Ub - 


0 9- 


n n i 

973 - 


/I ^ "i 'T 

451 -2 


Sequence 


2, Appli 


4 


b z 


y o 


. 1 


y / 6 


y 


TTC 

Ub - 


A A 

0 9- 


973 - 


a r~ -i a 

451-4 


Sequence 


4, Appli 


D 


4 Z 


/ y 


. z 


-| -| o 

1 1 y 


lb 


TTC 

Ub 


1 A 

-10 


yl A yl 

-424 


-599-16 8770 


Sequence 


168770, 


/r 
D 


/i A 
4 z 


/ y 


. z 


C A A 

5 0 9 


16 


TTO 

us 


*1 f\ 

-10 


-43 7 


-963 -2 023 06 


Sequence 


202306, 


/ 


/l a 

4 z 


/ y 


. z 


518 


17 


TTO 

US 


-10 


-425 


-115-23 9190 


Sequence 


239190, 


o 
O 


A A 

4 z 


7 9 


. 2 


54 6 


15 


US 


-10 


-425 


-114-60000 


Sequence 


60000, A 


y 


4 1 


I 1 


y< 

. 4 


24 9 


15 


Tin 

US 


-10 


-282 


-122A-54709 


Sequence 


54709, A 


1 U 


4 1 


1 1 


yl 

. 4 


IT *"1 

2 52 


15 


TTO 

US 


-10 


-289 


-762 -694 


Sequence 


694, App 


1 1 


3 8 


7 1 


. 7 


5 9 


15 


US 


-10 


-424 


-599-215648 


Sequence 


215648, 


1 z 


j / 


d y 


Q 

. o 


13 3 6 


9 


TTO 

US - 


0 9- 


94 5- 


901-58 


Sequence 


58, Appl 


1 "3 
J- O 


J / 


o y 


Q 

. 0 


X3 3 o 


13 


TTO 

Ub 


1 A 

-10 


A A 'I 

-007 


-747-58 


Sequence 


58, Appl 


1 A 
14 




o y 


Q 

. o 


X3 3 b 


14 


TTO 

Ub 


1 A 

-10 


A O Q 

-03 8 


-937-58 


Sequence 


58, Appl 


X b 


3 D 


D / 


. y 


HA 1- ? 

1 U 7 


15 


TTO 

US 


-10 


A y( 

-424 


-599-183741 


Sequence 


183741 , 


X b 


.5 O 


O / 


. y 


4 /3 


16 


TTO 

US 


"1 A 

-10 


yl T r-i 

-4 3 7 


-963 - 124186 


Sequence 


124186 , 


"1 r 7 

1 / 


3 6 


6 7 


. y 


519 


16 


TTO 

US 


-10 


-437 


-963 - 1243 53 


Sequence 


124353 , 


1 8 


a cr 

3 5 


66 


, 0 


yl A o 

449 


15 


TTO 

US 


-10 


-282 


- 122A- 73 824 


Sequence 


73824, A 


x y 


3 b 


6 6 


. U 


[TOT 

52 7 


"1 A 

14 


TTO 

US 


-10 


-^i y-\ 

-369 


-4 93 - 1735 


Sequence 


1735, Ap 


a a 

z 0 


3 b 


66 


r\ 

. 0 


621 


"1 A 

14 


TTO 

US 


-10 


-156 


-761-10025 


Sequence 


10025, A 


a 1 
z X 


3 5 


66 


. 0 


O »~i /n. 

82 0 


14 


TTO 

US 


-10 


-174 


-677-3 0 


Sequence 


30, Appl 


z z 


3 b 


b b 


A 


O T O 
0 Z O 


~\ A 

14 


TTO 

Ub 


"1 A 

-10 


-174 


-677-90 


Sequence 


90, Appl 


Z J 


3 b 


D D 


. u 


Q 1 *"S 

y 3 z 


"1 yl 

14 


TTO 

US 


-10 


-174 


-677-89 


Sequence 


89, Appl 


z 4 


3 b 


b b 


. U 


A T O 

93 2 


"1 A 

14 


TTO 

US 


-10 


-174 


-677-91 


Sequence 


91, Appl 


Z b 


o yl 

3 4 


64 


. z 


Z 1 


15 


TTO 

US 


-10 


-663 


-896-17 


Sequence 


17, Appl 


z 6 


1 yl 

3 4 


64 


. 2 


3 9 


15 


US 


-10 


-424 


-599-231144 


Sequence 


231144 , 


z 7 


a yi 
3 4 


64 


. 2 


72 


15 


US 


-10 


-424 


-5 99-1764 89 


Sequence 


176489, 


a o 

2 o 


T yl 

34 


64 


. 2 


86 


15 


US 


-10 


-424 


-599-183835 


Sequence 


183835, 


A O. 

z y 


3 4 


/T yl 

6 4 


. Z 


9 8 


15 


TTO 

US 


- 10 


yt yl 

-424 


-599-1838 34 


jn 

Sequence 


183834 , 


A A 

3 0 


3 4 


/*" y( 

64 


. 2 


100 


15 


t t n 

US 


-10 


-424 


-599-162739 


Sequence 


162739, 


3 1 


A yl 

3 4 


/— yl 

64 


. 2 


13 8 


10 


US 


-09 


-896 


-5 80A- 8 


Sequence 


8, Applx 


3 2 


34 


64 


. 2 


13 8 


17 


US 


-10 


-34 0 


-367-8 


Sequence 


8 f Applx 


3 3 


3 4 


yl 

64 


. 2 


169 


10 


TTO 

US 


-09 


- 896 


-5 80A- 3 


Sequence 


3, Appli 


T yl 

3 4 


"5 yt 

3 4 


64 


. 2 


169 


17 


Tin 

US 


-10 


-34 0 


-367-3 


Sequence 


3, Appli 


3 5 


A yl 

3 4 


yl 

64 


. 2 


211 


15 


T T 

US- 


-10 


-282 


-122A-47127 


Sequence 


47127, A 


3 b 


3 4 


6 4 


. z 


2 75 


-| r- 

15 


TTO 

US ■ 


- 10 ■ 


-42 4 


-599-1699 86 


Sequence 


169986 , 


37 


34 


64 


. 2 


293 


17 


us 


-10 


-425 


-115-200086 


Sequence 


200086, 


38 


34 


64 


. 2 


296 


16 


us- 


-10 


-474 


-776-324 


Sequence 


324, App 


39 


34 


64 


.2 


307 


15 


us- 


-10- 


-425 


-114-58003 


Sequence 


58003, A 


40 


34 


64 


.2 


307 


17 


us- 


-10- 


-425- 


-115-200087 


Sequence 


200087, 


41 


34 


64 


.2 


407 


15 


us- 


-10- 


-282 


-122A-63173 


Sequence 


63173, A 


42 


34 


64 , 


. 2 


408 


14 


us- 


-10- 


-369 


-493-3561 


Sequence 


3561, Ap 


43 


34 


64 , 


. 2 


449 


14 


us- 


-10- 


-369- 


-493-20063 


Sequence 


20063, A 


44 


34 


64 , 


.2 


451 


15 


us- 


-10- 


-282- 


-122A-72152 


Sequence 


72152, A 


45 


34 


64 , 


. 2 


523 


17 


us- 


-10- 


-739- 


-930-8452 


Sequence 


8452, Ap 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on : 



Title : 

Perfect score 
Sequence : 



December 16, 2004, 13:55:33 ; Search time 0.68617 Seconds 

(without alignments) 
1546.392 Million cell updates/sec 

US-09-973-451-14 
71 

1 IALXLPNIXTQPIPLL 16 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



478139 seqs, 66318000 residues 



Total number of hits satisfying chosen parameters 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



478139 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : 



1 
2 
3 
4 
5 
6 



Issued_Patents_AA: * 

/cgn2_6/ptodata/l/ iaa/ 5A_COMB . pep : * 
/ cgn2_6/ptodata/l/iaa/5B_COMB .pep : * 
/cgn2_6/ptodata/l/iaa/6A_COMB .pep : * 
/ cgn2_6/ptodata/l/iaa/6B_COMB .pep : * 
/ cgn2_6/ptodata/l/iaa/PCTUS_COMB .pep : * 
/ cgn2_6/ptodata/l/iaa/backf ilesl . pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


67 


94 


.4 


16 


3 


US-09-302 


2 


67 


94 


.4 


16 


3 


US-09-511 


3 


67 


94 


.4 


16 


3 


US-09-511 


4 


65 


91 


. 5 


968 


3 


US-09-302 


5 


65 


91 


.5 


968 


3 


US-09-511 


6 


65 


91 


.5 


968 


3 


US-09-511 


7 


65 


91 


.5 


976 


3 


US-09-302 


8 


65 


91 


.5 


976 


3 


US-09-511 


9 


65 


91 


. 5 


976 


3 


US-09-511 


10 


65 


91 


.5 


977 


3 


US-09-302 


11 


65 


91 


.5 


977 


3 


US-09-511 



-812 


-14 


Sequence 


14, 


Appl 


-477 


-14 


Sequence 


14, 


Appl 


-507 


-14 


Sequence 


14, 


Appl 


-812 


-6 


Sequence 


6, 


Appli 


-477 


-6 


Sequence 


6, 


Appli 


-507 


-6 


Sequence 


6, 


Appli 


-812 


-4 


Sequence 


4, 


Appli 


-477 


-4 


Sequence 


4, 


Appli 


-507 


-4 


Sequence 


4, 


Appli 


-812 


-2 


Sequence 


2, 


Appli 


-477- 


-2 


Sequence 


2, 


Appli 



12 


65 


-7 X 


R 
. — J 


97 7 


7 




- n q 


- R 1 1 
Oil 


CAT O 


Sequence 


2, Appli 


13 


4 6 


A 
O ft 


Q 
. O 


/DO 




TTC 




- J u z 


O "1 1 o 

- 8 12 - o 


Sequence 


8, Appli 


14 


4 6 


(ZA 
D ft 


Q 
. O 


7 £ R 
/DO 




TTQ 


U -? 


oil 


-4 / / - o 


Sequence 


8, Appli 


15 


4 6 


£ A 
D ft 


Q 
. O 


7 £ R 

/DO 




TTQ 
Uo 


u y 


oil 


CAT O 

- b u / - a 


Sequence 


8, Appli 


16 




R 7 


7 


7 7 

/ / 


A 


TTQ 
Uo 


- n q 


- z 4 o 


- / y 6A-z4 03 6 


Sequence 


24036, A 


17 


4 0 


r £ 


7 


X O U 


A 


TTQ 
Uo 


n q 


A O Q 

ft o y 


-U j yA- 1 lz 3 6 


Sequence 


11236, A 


18 


4 0 


R £ 


■3 
• J 


7 7 7 


J 


TTQ 
Uo 


-HQ 


O C /I 


- 0 / 7A- lz 


Sequence 


12, Appl 




3 R 

■J o 


r 7 


. D 


7 n r 


A 


TTC 
Uo 


- u y 


OTA 
- Z / 0 


-767-36889 


Sequence 


36889, A 




3 R 


R 7 


R 


7 n r 




TTO 


- u y 


O ""7 A 

- z 7 0 


-767-52106 


Sequence 


52106, A 


2 1 


3 ft 
J o 


R "3 




7 A 9 
J ft Z 




TTC 

Uo 


- u y 


-543 


-68 1A- 5 17 9 


Sequence 


5179, Ap 


22 


3 R 


R "3 


R 


/ CT 

T J J 


X 


TTQ 

Uo 


- u a 


-4 .5 y 


- 13 1A- 5 


Sequence 


5, Appli 


23 


3 R 


R 3 


R 


ACT 


X 


TTQ 
Uo ■ 


Uo 


/I /l A 

- 4 4 U 


-6 / 4 - 4 


Sequence 


4, Appli 


24 


3 fl 


R "3 


R 


A R 7 


A 


TTQ 
Uo ■ 


n q 


o q 
- o / y ■ 


-337-6 


Sequence 


6, Appli 


25 


3 8 


R 3 


R 

. zj 


R R 9 


A 


TTQ - 
Uo 


_ A Q 

u y 


C A ~i 

- 34 J ■ 


-do 1A- 4 556 


Sequence 


4556, Ap 


2 6 


3 7 


c. o 

D Z 


1 

. X 


X ft O 




TTC 

Ub - 


- u y - 


OTA 

- z 7 0 ■ 


-767-3 7600 


y~< 

Sequence 


37600, A 


2 7 


3 7 


R 9 

3 Z 


• X 


It j 


A 


TTQ 
Uo - 


- u y - 


OTA 

- z / U ■ 


-767-52817 


Sequence 


52817, A 


2 ft 


3 7 


R 9 
D Z 


. X 


1 R 1 
X O X 


A 


TTC 

Uo - 


- u y - 




-23 6-3607 


Sequence 


3607, Ap 


2 9 


3 7 


R 9 
3 Z , 


. X 


7 A 1 
J ft X 




TTQ 
Uo - 


- U y - 


/ion 

-4 o y - 


- 03 9A- 82 94 


Sequence 


8294, Ap 


3 0 


3 7 


R 9 

D Z . 


. X 


Job 


/I 


TTC 

Uo - 


- u y - 


IT /I A 


-236-3007 


Sequence 


3007, Ap 


3 1 


3 7 


R 9 
O Z . 


> X 




ft 


TTC 

Uo - 


- u y - 


C A O 

- b 4 j - 


- 6 8 1A- 6746 


Sequence 


6746, Ap 


32 


3 7 


R 9 


1 

. X 


J. 7 7 
fx j / 


A 


TTQ - 
Uo 


A Q 

- u y - 


- 4 o y - 


- U 3 yA- 12 0 6 3 


Sequence 


12063, A 


33 


3 7 


R 9 


1 

, X 


R A 9 
D ft Z 


A 
ft 


TTQ 
Uo 


■ u y - 


■ b 14 - 


0 a t 1 a 

- 0 y 1 - 1 0 


Sequence 


10, Appl 


34 


3 7 


o" 9 


• X 


R ft A 

JUT 


A 
ft 


TTQ 
Uo _ 


A Q 

- u y - 


A Q Q 

■ 4 o y - 


- 0 3 yA- 1413 7 


Sequence 


14137, A 


35 


3 7 




1 

X 


R 9 7 


X 


TTQ - 
Uo 


uo - 


"3 Q Q 

■ j y y - 


£ c\ a "i a 0 
- d y D - 1 02 


Sequence 


102, App 


3 6 


3 6 


^ n 

J u . 


7 


9 7 7 
Z j J 


A 
ft 


TTC 

Uo - 


A Q 

■ u y - 


- 4 ts y - 


- 0 3 yA- 12 718 


y^< _ 

Sequence 


12718, A 


37 


3 6 


S 0 


7 


9 R ft 
^ o o 


A 


TTQ - 
Uo 


.f|Q. 

u y 


. 9 A Q 
Z ft o - 


■ / y oA- z 5 0 15 


Sequence 


25815, A 


3 8 


3 6 




7 
/ 


7 7 1 

O J X 


A 
ft 


TTC 
Uo - 


A Q 

u y - 


- 4 D 4 - 


OTA TO 

■ z / y - 12 


Sequence 


12, Appl 


39 


3 6 


5 0 


7 


3 41 

J 1 X 


A 


TTQ - 
Uo 


.AC). 

u y 


c / T 
' D ft j - 


■ b 0 1A- 4 / 13 


Sequence 


4713, Ap 


40 


36 


50 . 


7 


445 


4 


us- 


09- 


252- 


991A-22769 


Sequence 


22769, A 


41 


36 


50 . 


7 


566 


4 


us- 


09- 


252- 


991A-17972 


Sequence 


17972, A 


42 


35 . 5 


50 . 


0 


597 


4 


us- 


09- 


248- 


796A-14379 


Sequence 


14379, A 


43 


35 


49. 


3 


101 


4 


us- 


09- 


345- 


236B-111 


Sequence 


111, App 


44 


35 


49 . 


3 


172 


4 


us- 


09- 


270- 


767-32284 


Sequence 


32284, A 


45 


35 


49. 


3 


172 


4 


us- 


09- 


270- 


767-47501 


Sequence 


47501, A 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on: December 16, 2004, 14:04:49 ; Search time 2.29787 Seconds 

(without alignments) 
2491.591 Million cell updates/sec 

Title : US -09-973-451- 14 

Perfect score: 71 

Sequence: 1 IALXLPNIXTQPIPLL 16 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1589859 seqs, 357834939 residues 

Total number of hits satisfying chosen parameters: 1589859 

Minimum DB seq length; 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : Published_Applications_AA : * 

1 : /cgn2_6/ptodata/l/pubpaa/US07_PUBCOMB .pep : * 

2 : /cgn2_6/ptodata/l/pubpaa/PCT_NEW_PUB.pep: * 

3 : /cgn2_6/ptodata/l/pubpaa/US06_NEW_PUB .pep : * 

4 : /cgn2_6/ptodata/l/pubpaa/US06_PUBCOMB .pep : * 

5 : /cgn2_6/ptodata/l/pubpaa/US07_NEW_PUB .pep : * 

6 : /cgn2_6/ptodata/l/pubpaa/PCTUS_PUBCOMB .pep : * 

7 : /cgn2_6/ptodata/l/pubpaa/US0 8_NEW_PUB .pep : * 

8 : /cgn2_6/ptodata/l/pubpaa/US08_PUBCOMB.pep: * 

9 : /cgn2_6/ptodata/l/pubpaa/US0 9A_PUBCOMB.pep: * 

10 : / cgn2_6/ptodata/l/pubpaa/US09B_PUBCOMB.pep : * 

11 : /cgn2__6/ptodata/l/pubpaa/US09C_PUBCOMB .pep : * 

12 : /cgn2_6/ptodata/l/pubpaa/US0 9_NEW_PUB .pep : * 

13 : / cgn2_6/ptodata/ l/pubpaa/US10A_PUBCOMB . pep : * 

14 : /cgn2_6/ptodata/l/pubpaa/US10B_PUBCOMB.pep : * 

15 : /cgn2_6/ptodata/l/pubpaa/US10C__PUBCOMB .pep : * 

16 : /cgn2_6/ptodata/l/pubpaa/US10D_PUBCOMB.pep: * 

17 : /cgn2_6/ptodata/l/pubpaa/US10_NEW_PUB .pep : * 

1 8 : /cgn2_6 /pt oda ta/ 1 /pubpaa/US 1 1_NEW_PUB . pep : * 

19 : /cgn2_6/ptodata/l/pubpaa/US60_NEW_PUB.pep : * 

20 : / cgn2_6/ptodata/l/pubpaa/US60_PUBCOMB .pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 



Result Query 

No. Score Match Length DB ID 



Description 



1 


£ H 
O / 


Q A 

y 4 


. 4 


X b 


9 


US - 09-973-451-14 


Sequence 


14, Appl 


z 


D D 


Q "I 

y x 


rr 

. b 


O /T O 

y b y 


9 


US - 09-973-451-6 


Sequence 


6, Appli 


1 


£ rr. 
D b 


y x 


rr 

. b 


y 7 6 


9 


US -09-973 -451-4 


Sequence 


4, Appli 


A 


O b 


y x 


rr 

. b 


Q "-7 1-7 

y / / 


9 


US - 09-973-451-2 


Sequence 


2, Appli 


C 

o 


A £. 
4 b 


C A 

b 4 


. o 


7 /- O 
/DO 


9 


US - 09-973-451-8 


Sequence 


8, Appli 


u 


A 7 


b u 


. b 


rr n I 
b Z X 


14 


US -10 -2 78 -173-36 


Sequence 


36, Appl 


7 


4 J 


b u 


. b 


bz 1 


14 


US -10-278-536-34 


Sequence 


34, Appl 


Q 
O 




b U 


. b 


rr o i 
b Z 1 


14 


US -10 -2 25-066A-922 


Sequence 


922, App 


Q 


A 9 


b U 


c 


rr i i 

521 


15 


US -10 -3 74 -78 OA- 22 44 


Sequence 


2244, Ap 


X u 




b U 


. b 


521 


15 


US -10-412 -69 9B -82 


Sequence 


82, Appl 


1 i 

JL _L 


r± X 


5 / 


. / 


/ y 


15 


US -10-424-599-182136 


Sequence 


182136, 


1 9 
X Z 


4 X 


b / 


. 1 


y 6 


17 


US -10-425- 115 -302276 


Sequence 


302276, 




4 X 


D 1 


. / 


4 99 


14 


US -10-156-761- 93 32 


Sequence 


9332, Ap 


J. *± 


4 X 


D / 


. I 


10 8 9 


14 


US -10-369-493 -2 154 


Sequence 


2154, Ap 


1 c; 
X D 


A 1 
4 X 


D I 


. I 


1 r n 

157 9 


9 


US -09-801-368 -368 


Sequence 


3 6 8, App 


X D 


4 X 


b / 


. I 


T r n ri 

15 7 9 


14 


US -10-369-493 -2000 


Sequence 


2 0 0 0, Ap 


X / 


4 U 


O D 


. 6 


3 73 


9 


US- 09-254 - 0 77A- 12 


Sequence 


12, Appl 


X O 


4 U 


D 6 


. i 


3 81 


16 


US -10-437- 96 3 -153754 


Sequence 


153754 , 


1 Q 

x y 


4 U 


rr. a 
b b 


. J 


1 O O 

3 88 


16 


US -10-437-963 -187460 


Sequence 


187460, 


9 n 
z u 


a n 
4 U 


bo 




4 2 9 


15 


US -10 -2 82 -12 2A-58079 


Sequence 


58079, A 


9 1 
Z _L 




b4 . 


Q 

. y 


X J 4 


17 


US -10-425-115-275507 


Sequence 


275507, 


9 9 

z z 


9 Q 


b4 , 


. y 


O *~\ o 

2 2 8 


"1 A 

14 


US -10-012-697-1529 


GENERAL : 


INFORMATI 


9 T 

z; j 


j y 




■ 9 


1769 


16 


US -10-437- 963 -14 6678 


Sequence 


146678, 


Z *± 


J o 


b j , 


rr 

, b 


rr /T" 


9 


US- 0 9-796-692-1133 


Sequence : 


1133, Ap 


9 rr. 
Z b 


"3 O 
J O 


b.3 . 


, 5 


56 


9 


US -09-796-6 92 -1583 


Sequence : 


L583, Ap 


9 

Z D 


9 Q 
J O 


bi , 


, b 


5b 


9 


US-09-796-692-2200 


Sequence 2 2 00, Ap 


9 "7 
Z / 


9 Q 
J O 


b J . 


b 


rr 

56 


t A 

14 


US -10-040- 862 -1133 


Sequence 


1133, Ap 


Z o 


"J Q 
3 O 


b o . 


b 


5 6 


14 


US -10-040-862-1583 


Sequence 


1583, Ap 


9 Q 

Z J7 


"3 D 
J O 


b j . 


b 


56 


14 


US -10-040- 862 -2200 


Sequence 


2200, Ap 


j U 


,5 o 


53 . 


5 


5b 


15 


US- 10-057 -47 5B -1133 


Sequence 


1133, Ap 


J X 


T Q 
J O 


b J . 


5 


56 


15 


US -10- 057-47 5B -1583 


Sequence 


1583, Ap 


1 O 
O z 




53 . 


5 


56 


15 


US- 10-057-47 5B -2200 


Sequence 


2 2 0 0, Ap 




9 Q 


b J . 


rr 

b 


rr 

56 


15 


US-10- 154 - 884B-1133 


Sequence 


1133, Ap 


O 4 


~) o 
J o 


53 . 


5 


5b 


15 


T" T ^ ph ^ppi ^ a jpl .1 — — - - 

US-10-154-884B-1583 


Sequence 


1583, Ap 




J O 


rr o 
b j . 


rr 

b 


56 


15 


T "T i*"^ p#| ppI ^ppp ^ n n ^ p» ^ _ — _ 

US-10- 154 -884B-2200 


Sequence 


2200, Ap 


"3 (C 
_) o 




b j . 


rr 

b 


b b 


1 b 


US -10-764-324-1133 


Sequence 


1133, Ap 


37 


38 


53 . 


5 


56 


16 


US-10-764-324-1583 


Sequence 


1583, Ap 


38 


38 


53 . 


5 


56 


16 


US-10-764-324-2200 


Sequence 


2200, Ap 


39 


38 


53 . 


5 


91 


17 


US -10-42 5-115 -199808 


Sequence 


199808, 


40 


38 


53 . 


5 


91 


17 


US -10-425-115-2 95 282 


Sequence 


295282 , 


41 


38 


53 . 


5 


329 


15 


US-10-282-122A-60939 


Sequence 


60939, A 


42 


38 


53 . 


5 


348 


9 


US-09-730-617-2 


Sequence 2, Appli 


43 


38 


53 . 


5 


362 


17 


US- 10 -42 5 -115 -19693 7 


Sequence 


196937, 


44 


38 


53 . 


5 


426 


15 


US-10-2 82-122A-61195 


Sequence 


61195, A 


45 


38 


53 . 


5 


430 


15 


US-10-282-122A-55560 


Sequence 


55560, A 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 

Run December 16, 2004, 13:55:33 ; Search time 41.8993 Seconds 

(without alignments) 
1546.392 Million cell updates/sec 

Title: US -09- 97 3-451-2 

Perfect score: 5184 

Sequence: 1 MSAGPGCEPCTKRPRWDAAA YHAVESCTQTTNQPGQRTGA 977 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 478139 seqs, 66318000 residues 

Total number of hits satisfying chosen parameters: 478139 



Minimum DB seq length: 0 
Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 10 0% 
Listing first 45 summaries 



Database : Issued_Patents_AA: * 

1 : /cgn2_6/ptodata/l/iaa/5A_COMB .pep: * 

2 : / cgn2__6/ptodata/l/ iaa/5B_COMB . pep : * 

3 : /cgn2_6/ptodata/ 1/ iaa/ 6A_COMB . pep : * 

4 : /cgn2_6/ptodata/l/iaa/6B_COMB .pep: * 

5 : /cgn2_6/ptodata/l/iaa/PCTUS_COMB .pep : * 

6: /cgn2_6/ptodata/l/iaa/backf ilesl .pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


5184 


100 


. 0 


977 


3 


US- 


09 


-302 


-812 


-2 


Sequence 


2, 


Appli 


2 


5184 


100 


. 0 


977 


3 


US- 


09 


-511 


-477 


-2 


Sequence 


2, 


Appli 


3 


5184 


100 


. 0 


977 


3 


US- 


09 


-511 


-507 


-2 


Sequence 


2, 


Appli 


4 


4635.5 


89 


.4 


976 


3 


US- 


09 


-302 


-812 


-4 


Sequence 


4, 


Appli 


5 


4635 . 5 


89 


. 4 


976 


3 


US- 


09 


-511 


-477 


-4 


Sequence 


4, 


Appli 


6 


4635 . 5 


89 


. 4 


976 


3 


US- 


09 


-511 


-507 


-4 


Sequence 


4, 


Appli 


7 


4332 . 5 


83 


. 6 


968 


3 


US- 


09 


-302 


-812 


-6 


Sequence 


6, 


Appli 


8 


4332 . 5 


83 


. 6 


968 


3 


US- 


09 


-511 


-477 


-6 


Sequence 


6, 


Appli 


9 


4332 .5 


83 


. 6 


968 


3 


US- 


09 


-511 


-507 


-6 


Sequence 


6, 


Appli 


10 


1063 . 5 


20 


. 5 


768 


3 


US- 


09 


-302 


-812 


-8 


Sequence 


8, 


Appli 


11 


1063 . 5 


20 


. 5 


768 


3 


US- 


09 


-511 


-477 


-8 


Sequence 


8, 


Appli 



1 ? 


1 On"} R 


9 n 

z u . 


c 

. D 


7 £. R 
/DO 


9 
J 


TTG HQ C1T CAT Q 


Sequence 


8, Appli 


J- o 


4 £ R 
1 O _> 


Q 

J? - 


A 

. U 


7 9 C 
/ZD 


-3 
J 


TTO AQ *3AO OTT "1A 

Ub-Uy-jUz-olz-10 


Sequence 


10, Appl 


1 4 

X 1 


Ace 


Q 

y . 


A 

, u 


7 O £T 
/ZD 


i 


US -09-511-477-10 


Sequence 


10, Appl 


1 R 

J- -J 


Ace 


q 
y i 




/ZD 


9 


TTC AQ CI 1 1- An 1a 


Sequence 


10, Appl 




1 £7 
X D / 


9 


9 
z 


'J 1 
J X 


9 


tto a 0 inn oi 1 ™* 11 


Sequence 


11, Appl 


1 7 


X O / 


1 

J . 


9 
Z 


j 1 




TTO AA r~ -i -1 >• 1—1 1—7 i»i 

US -09-511-477-11 


Sequence 


11, Appl 


1 p 

X o 


1 £ 7 

X D / 


9 


9 
Z 


9 1 


9 
-5 


TTO AO C11 CAT In 


Sequence 


11, Appl 


1 Q 
x y 


1 £ £ 
X 0 0 


J . 


9 
Z 


1 A £ 9 
X 4 O Z 




TTO AO C T O A AA "1 A A -1 

Ub-Uy-538-092-1043 


Sequence 


1043, Ap 


9 o 

Z V 


1 R R R 


9 


n 
u 


1 on/ 




TTC AQ "3^n *3"3C7\ /I 

Ut3-uy-ibz-iJDA-4 


Sequence 


4, Appli 


9 1 

id X 


1 R 7 
ID J 


9 


n 
u 


q i 9 


9 


TTO AQ OTI AOO yl 

Ub-Uo-y /1-089-4 


Sequence 


4, Appli 


9 9 


1 R 9 
X o z 


z . 


y 


q 1 A 

J7ll 


1 
X 


TTO AQ A O A TAC A 

Ub-Uo-4o4-XUb-z 


Sequence 


2, Appli 


9 T 
z ^ 


1 R9 

X _J z 


9 

z . 


q 
y 


Q 1 A 

y x r± 


X 


TTO AQ A O A ~\ A C O 

Ub-Uo-4o4-±Uo-Z 


Sequence 


2, Appli 




1 4Q c 


z . 


q 


9 9 9 A 
Z Z Z 1 


A 
*± 


TTO AQ AC/1 OO 

ub-uy-uo4-z^ /z-io 


Sequence 


38, Appl 


9 R 
z >j 


X 1 ^7 


Z . 


Q 

y 


9 q 
z y 


9 


TTO AQ "3AO 0"1A *l o 

Ub-vJy--3Uz-ol^-12 


Sequence 


12, Appl 


z o 




9 

Z . 


q 
y 


9 q 
z y 


9 


TTO AO /i <~7 i-j -tA 

Ub-Uy-511-477-12 


Sequence 


12, Appl 


9 7 
z / 


1 A q 

X *± j? 


9 

Z . 


q 


9 q 
z y 


9 


TTO AQ C1T CAT TA 

Ub-Uy-bll~b07-lz 


Sequence 


12, Appl 


9 P 
z o 


14 7 
X*± / 


9 

Z , 


Q 

o 


9 £ 
Z Q 


-3 


TTO AO O A A OIA TA 

Ub-(Jy-j0z-812-19 


Sequence 


19, Appl 


9 Q 

Z -7 


1 A 7 


9 

Z . 


Q 

o 


9 C 
Z D 


■3 


TTO AO C1T y1" - J r 7 1<™i 

Ub- 09-511-477 -19 


Sequence 


19, Appl 




14 7 
It / 


9 

Z . 


p 


9 

Z D 


9 


TTO AQ C"IT CAT "1A 

Ub-Uy-oll-507-ly 


Sequence 


19, Appl 


9 1 

J X 


1 A 7 
Xrt / 


9 

Z . 


Q 

0 


O Pi O yl 

z U U4 


A 

4 


TTO AA CAA AAA -1 — i r-7 -1 

US - 09-538-092-1371 


Sequence 


1371, Ap 


7 9 
J z 


l/C C 
X 1 D t D 


9 

Z . 


o 
o 


1 1 Q 7 
lib / 


1 


TTO AO *3 A A CCA AA 

Ub-Uo-jzU-55y-28 


Sequence 


28, Appl 




I / £ C 

II D . J 


9 

Z , 


Q 
O 


X X o / 


9 


TTO AQ c / r 0 r Af\ AO 

Ub-(jy-b4b-ooUU-zo 


Sequence 


28, Appl 


"3. A 
j 1 


1 4 (T c 


9 

Z . 


Q 

o 


~\ 1 D 7 

-Lib/ 


c 

D 


PL1 -Ub94 -04496-28 


Sequence 


28, Appl 


"3 R 


I dfi R 

II O • J 


9 

Z . 


Q 
O 


i 9 i n 
x z x u 


1 


TTO AD "3AA CCQ 1 /*■ 

ub-uo-jzu-ooy-zD 


Sequence 


26, Appl 


J D 


~\ A £ C 
1 4 Q . 3 


9 

Z . 


Q 
O 


IOTA 

Iz 1 U 




TTO AO r < r A/^A T~\ ^ 

Ub -08-545-860D-26 


Sequence 


26, Appl 


7 7 


1 A £ C 
1 4 O . b 


9 

Z . 


Q 
O 


Iz 1 U 


4 


US - 09-538-092-1179 


Sequence 


1179, Ap 


J O 


HQ . J 


9 

z . 


Q 
0 


X Z 1 U 


c 
D 


"A /""i rp TTO O A C\ A A C± C AjC 

rt l-Uby4-U44y6-z6 


Sequence 


26, Appl 




1 / c c 
llD • J 


9 

Z . 


Q 
0 


i a o q 


4 


TTO AQ COO A O A AA/l 

ub-uy-bJo-oyz -J04 


Sequence 


3 04, App 


40 


146 


2 . 


8 


1059 


4 


US- 09-270 -767 -45764 


Sequence 


45764, A 


41 


145 .5 


2 . 


8 


447 


4 


US-09-794-422-44 


Sequence 


44, Appl 


42 


144 


2 . 


8 


598 


4 


US-09-538-092-1083 


Sequence 


1083, Ap 


43 


144 


2 . 


8 


601 


4 


US-09-248-796A-24733 


Sequence 


24733, A 


44 


143 . 5 


2 . 


8 


717 


3 


US-08-910-925-1 


Sequence 


1, Appli 


45 


143 . 5 


2 . 


8 


1177 


3 


US -09- 134-00 1C-5106 


Sequence 


5106, Ap 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on: December 16, 2004, 14:04:49 ; Search time 140.314 Seconds 

(without alignments) 
2491.591 Million cell updates/se 

Title : US -09-973 -451-2 

Perfect score: 5184 

Sequence: 1 MSAGPGCEPCTKRPRWDAAA YHAVESCTQTTNQPGQRTGA 977 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1589859 seqs, 357834939 residues 

Total number of hits satisfying chosen parameters: 1589859 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : Published_Applications_AA: * 

1 : /cgn2_6/ptodata/l/pubpaa/US07_PUBCOMB .pep : * 

2 : /cgn2_6/ptodata/l/pubpaa/PCTJSTEW_PUB.pep:* 

3 : /cgn2_6/ptodata/l/pubpaa/US06_NEW_PUB .pep : * 

4 : /cgn2_6/ptodata/l/pubpaa/US06_PUBCOMB .pep : * 

5 : /cgn2_6/ptodata/l/pubpaa/US0 7_NEW_PUB .pep: * 

6 : /cgn2_6/ptodata/ l/pubpaa/PCTUS_PUBCOMB . pep : * 

7 : /cgn2_6/ptodata/l/pubpaa/US08_NEW_PUB.pep: * 

8 : /cgn2_6/ptodata/l/pubpaa/US08_PUBCOMB.pep; * 

9 : /cgn2_6/ptodata/l/pubpaa/US09A_PUBCOMB.pep: * 
10 : /cgn2_6/ptodata/l/pubpaa/US09B_PUBCOMB .pep : * 
11 : /cgn2_6/ptodata/l/pubpaa/US09C_PUBCOMB.pep : * 
12 : /cgn2_6/ptodata/l/pubpaa/US09_NEW_PUB.pep: * 
13 : /cgn2_6/ptodata/l/pubpaa/US10A_PUBCOMB.pep : * 
14 : / cgn2_6/ptodata/l/pubpaa/US10B_PUBCOMB .pep : * 
15 : /cgn2_6/ptodata/l/pubpaa/US10C_PUBCOMB.pep: * 
16 : /cgn2_6/ptodata/l/pubpaa/US10D_PUBCOMB.pep: * 
17 : /cgn2_6/ptodata/l/pubpaa/US10_NEW_PUB .pep : * 
18 : /cgn2_6/ptodata/l/pubpaa/USll_NEW_PUB.pep: * 
19 : /cgn2__6/ptodata/l/pubpaa/US60_NEW_PUB .pep : * 
20 : /cgn2_6/ptodata/l/pubpaa/US60_PUBCOMB .pep : * 

Pred. No. is the number of results predicted by chance to have a 

score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 



Result Query 

No. Score Match Length DB ID 



Description 



1 


5184 


10 0, 


, 0 


977 


2 


463 5.5 


89 . 


, 4 


976 


3 


4332.5 


83 . 


y— 

, 6 


968 


A 

4 


1063 . 5 


2 0 . 


, 5 


768 


5 


618 


11 . 


, 9 


r — y% y— w 

509 


6 


5 94 


11 . 


5 


518 


1 


594 


11 . 


5 


546 


8 


465 


9 . 


0 


726 


9 


2 0 5.5 


A 

4 . 


0 


200 


10 


184 


3 . 


5 


180 


1 1 


167 


3 . 


2 


3 1 


12 


T y*~ /"~ 

166 


3 . 


2 


1462 


13 


166 


— * 

3 . 


2 


1462 


"1 A 

14 


166 


3 . 


2 


^1 a y^" 

1462 


15 


■H /— y— 

166 


3 . 


2 


1462 


16 


166 


3 . 


2 


1462 


17 


166 


3 . 


2 


1462 


1 8 


166 


3 . 


2 


1 jfl y^* ft 

1462 


19 


164 . 5 


3 . 


2 


y\ y\ 

3 00 


2 0 


162.5 


3 . 


1 


747 


2 1 


162.5 


3 . 


1 


1109 


2 2 


162 


3 . 


1 


74 8 


2 3 


162 


3 . 


1 


33 94 


24 


161 


3 . 


1 


691 


2 5 


-1 y— /"\ 

160 


3 . 


1 


1121 


2 6 


159 


3 . 


1 


6642 


2 1 


158.5 


3 . 


1 


1973 


2 8 


15 8.5 


3 . 


1 


2 047 


2 9 


15 8.5 


3 . 


1 


3863 


3 0 


157.5 


3 . 


0 


1163 


3 1 


157.5 


3 . 


0 


1163 


32 


156 


3 . 


0 


1235 


3 3 


156 


3 . 


0 


2665 


34 


156 


3 . 


0 


3664 


3 5 


156 


3 . 


0 


3664 


36 


156 


3 . 


0 


3664 


37 


156 


3 . 


0 


3664 


38 


155 . 5 


3 . 


0 


566 


39 


155 .5 


3 . 


0 


1001 


40 


155 . 5 


3 . 


0 


1501 


41 


155 . 5 


3 . 


0 


1804 


42 


154 


3 . 


0 


406 


43 


154 


3 . 


0 


612 


44 


153 


3 . 


0 


913 


45 


152 . 5 


2 . 


9 


460 



9 US-09-973-451-2 

9 US-09-973-451-4 

9 US-09-973-451-6 

9 US-09-973-451-8 

16 US -10-437-963 -2 02 30 6 

17 US- 10 -42 5 -115 -2 3 9190 
15 US -10-425-1 14 -60000 
9 US-09-973-451-10 

15 US -10-424 -599-184988 

15 US -10 -424 -5 99 -15 6445 
9 US-09-973-451-11 

14 US-10-287-218-17 

16 US-10-4 08-765A-756 

16 US-10-474-291-17 

17 US -10-4 73 -12 7-1797 
17 US -10-4 73 -12 7 -1798 
17 US -10-473- 12 7-1801 
17 US -10-473 -12 7-18 02 

15 US -10-424 -599-233915 
15 US -10-425-1 14 -67803 

15 US -10-425-1 14 -72 93 9 
9 US -09-864 -761-43244 

16 US-10-4 08-7 65A-52 9 

15 US-10-108-2 60A-4 345 

16 US -10 -43 7 -963 -196036 

14 US -10-369-4 93 -5013 

15 US-10-197-824-34 
15 US-10-346-863-2 
15 US-10-197-824-7 

14 US-10-291-172-197 

15 US-10-221-278-197 

17 US-10-416-330-39 

9 US -09-8 64 -761-3424 8 

14 US-10-177-293-423 

15 US-10-263-929-143 

16 US-10-40 8-765A-22 87 

17 US-10-684-422-244 

15 US -10-424-599-172 054 

16 US-10-4 08-765A-1688 
9 US-09-924-154-17 

14 US-10-275-140-2 

16 US-10-451-4 67A-262 

17 US -10-42 5-115 -24774 5 
13 US-10-117-604-4 

16 US- 10 -767 -701-424 84 



Sequence 2, Appli 
Sequence 4, Appli 
Sequence 6, Appli 
Sequence 8, Appli 
Sequence 202306, 
Sequence 239190, 
Sequence 60000, A 
Sequence 10, Appl 
Sequence 184988, 
Sequence 156445, 
Sequence 11, Appl 
Sequence 17, Appl 
Sequence 75 6, App 
Sequence 17, Appl 
Sequence 1797, Ap 
Sequence 1798, Ap 
Sequence 18 01, Ap 
Sequence 1802, Ap 
Sequence 233915, 
Sequence 67803, A 
Sequence 72939, A 
Sequence 43244, A 
Sequence 52 9, App 
Sequence 4345, Ap 
Sequence 196036, 
Sequence 5013, Ap 
Sequence 34, Appl 
Sequence 2, Appli 
Sequence 7, Appli 
Sequence 197, App 
Sequence 197, App 
Sequence 39, Appl 
Sequence 34248, A 
Sequence 423, App 
Sequence 143, App 
Sequence 2287, Ap 
Sequence 244, App 
Sequence 172054, 
Sequence 1688, Ap 
Sequence 17, Appl 
Sequence 2, Appli 
Sequence 2 62, App 
Sequence 247745, 
Sequence 4, Appli 
Sequence 42484, A 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 

December 16, 2004, 



Run on : 



13:55:33 ; Search time 41.8564 Seconds 
(without alignments) 
1546.392 Million cell updates/sec 



Title : 

Perfect score: 
Sequence : 



US-09-973-451-4 
5190 

1 MNAGPGCEPCTKATRWGAAT 



YHAVESCAETADHSGQRTGT 97 6 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 478139 seqs, 66318000 residues 

Total number of hits satisfying chosen parameters 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing : 



478139 



Database : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

Issued__Patents_AA: * 

1 : /cgn2_6/ptodata/l/iaa/5A_COMB .pep : * 

2 : /cgn2_6/ptodata/l/iaa/5B_COMB.pep: * 

3 : /cgn2_6/ptodata/l/iaa/6A_COMB .pep : * 

4 : /cgn2_6/ptodata/l/iaa/6B_COMB .pep : * 

5 : /cgn2_6/ptodata/l/iaa/PCTUS_COMB .pep : * 

6 : /cgn2_6/ptodata/l/ iaa/backf ilesl .pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



No. 


Score 


Match 


Length 


DB 


ID 










Description 




1 


5190 


100 


. 0 


.97 6 


3 


US- 


09 


-302 


-812 


-4 


Sequence 


4, 


Appli 


2 


5190 


100 


. 0 


976 


3 


US- 


09 


-511 


-477 


-4 


Sequence 


4, 


Appli 


3 


5190 


100 


. 0 


976 


3 


US- 


09 


-511 


-507 


-4 


Sequence 


4, 


Appli 


4 


4635 . 5 


89 


. 3 


977 


3 


US- 


09 


-302 


-812 


-2 


Sequence 


2, 


Appli 


5 


4635 . 5 


89 


. 3 


977 


3 


US- 


09 


-511 


-477 


-2 


Sequence 


2, 


Appli 


6 


4635 . 5 


89 


. 3 


977 


3 


US- 


09 


-511 


-507 


-2 


Sequence 


2 ( 


Appli 


7 


4395 


84 


. 7 


968 


3 


us- 


09 


-302 


-812 


-6 


Sequence 


6, 


Appli 


8 


4395 


84 


. 7 


968 


3 


us- 


09 


-511 


-477 


-6 


Sequence 


6, 


Appli 


9 


4395 


84 


. 7 


968 


3 


us- 


09 


-511 


-507 


-6 


Sequence 


6, 


Appli 


10 


1078 
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4 
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1 
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4 
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4 


TTO 

Uo - 
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U 
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4 


TTO 
Uo - 
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one 

' O / D 


A "3 CD ^ 

- 4 3 DrS - 3 


Sequence 
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i cn c 
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y 
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9 
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IjU 


z . 
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y 
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y 
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1 
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28, Appl 


"3 a 


1 A Q tr 
14 y . D 


9 

Z . 


y 


llo/ 


C 

o 


nprr 


'-US94- 


A A A Q £ O O 


Sequence 
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9 

Z . 


Q 

y 
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9 
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Q 

y 
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3 
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09- 
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9 
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y 
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9 

3 
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40 
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29 


3 
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12, Appl 


41 
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3 
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09- 
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Sequence 


5143, Ap 


42 
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2 . 


8 
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4 
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09- 
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Sequence 


375, App 


43 
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2 . 


8 
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4 


us- 


09- 


919- 
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Sequence 


29, Appl 


44 


146 .5 


2 . 


8 
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4 
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45 
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2 . 


8 
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4 
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-277A-4 
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4, Appli 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on : 



December 16, 2004, 



14:04:49 ; Search time 140.17 Seconds 
(without alignments) 
2491.591 Million cell updates/se 



Title : 

Perfect score: 
Sequence : 



US-09-973-451-4 
5190 

1 MNAGPGCEPCTKATRWGAAT 



YHAVESCAETADHSGQRTGT 976 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



1589859 seqs, 357834939 residues 



Total number of hits satisfying chosen parameters 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



1589859 



Post -processing : 



Minimum Match 0% 
Maximum Match 10 0% 
Listing first 45 summaries 



Database : 



1 
2 
3 
4 



Published_Applications_AA: * 

' ~gn2_6/ptodata/ l/pubpaa/US 07_PUBCOMB . pep : * 

cm2 f! /ntriHafa / 1 /nnhnaa /PPT Ml 



/C 
/C 



5 
6 
7 
8 
9 
10 
11 
12 
13 
14 
15 
16 
17 
18 
19 
20 



gn2_6/ptodata/l/pubpaa/PCT_NEW_PUB .pep : * 
/cgn2_6/ptodata/l/pubpaa/US06_NEW_PUB .pep : 
/cgn2_6/ptodata/l/pubpaa/US06_PUBCOMB .pep : 
/cgn2_6/ptodata/l/pubpaa/US07_NEW_PUB.pep : * 
/cgn2_6/ptodata/ l/pubpaa/PCTUS_PUBCOMB . pep : 
/cgn2_6/ptodata/l/pubpaa/US08_NEW_PUB .pep : * 



/cgn2_6/ptodata/ l/pubpdd./ u^uo_i\iiiw_.f ur> . pep : * 
/cgn2_6/ptodata/ l/pubpaa/US08_PUBCOMB . pep : * 
/ cgn2_6/ptodata/l/pubpaa/US09A_PUBCOMB .pep : * 
/cgn2_6/ptodata/l/pubpaa/US09B_PUBCOMB .pep : 
/cgn2_6/ptodata/l/pubpaa/US0 9C_PUBCOMB .pep : 
/cgn2_6/ptodata/l/pubpaa/US09_NEW_PUB .pep : * 
/cgn2_6/ptodata/l/pubpaa/US10A_PUBCOMB .pep : * 
/cgn2_6/ptodata/l/pubpaa/US10B_PUBCOMB .pep : * 
/cgn2_6/ptodata/l/pubpaa/US10C_PUBCOMB .pep : * 
/cgn2_6/ptodata/l/pubpaa/US10D_PUBCOMB .pep : * 
/cgn2_6/ptodata/l/pubpaa/US10_NEW_PUB.pep : * 
/cgn2_6/ptodata/l/pubpaa/USll_NEW_PUB.pep : * 
/cgn2_6/ptodata/l/pubpaa/US6 0_NEW_PUB .pep : * 
/cgn2_6/ptodata/l/pubpaa/US60__PUBCOMB .pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 



Result Query 

No. Score Match Length DB id 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on: December 16, 2004, 13:55:33 ; Search time 41.5133 Seconds 

(without alignments) 
1546.392 Million cell updates/sec 

Title : US -09- 97 3 -4 51-6 

Perfect score: 5164 

Sequence: 1 MSAGPGWEPCTKARWGAAGT YHAVES S AETTDMPGQKAGT 968 

Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 478139 seqs, 66318000 residues 

Total number of hits satisfying chosen parameters: 478139 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : 



Issued_Patents_AA: * 
1 : /cgn2_6/ptodata/l/iaa/5A_COMB . pep : 
/cgn2_6/ptodata/l/iaa/5B_COMB .pep : 
/cgn2_6/ptodata/l/iaa/6A_COMB .pep : 
/cgn2 6/ptodata/l/iaa/6B COMB. pep: 



2 
3 
4 
5 
6 



/ cgn^_6/ptoaata/ 1/ iaa/ 6A_COMB . pep 
/cgn2_6/ptodata/l/iaa/6B_COMB .pep : * 
/cgn2_6/ptodata/l/iaa/PCTUS_COMB .pep : 
/ cgn2_6/ptodata/l/iaa/backf ilesl .pep : 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on 



December 16, 2004, 14:04:49 ; Search time 139.021 Seconds 

(without alignments) 
2491.591 Million cell updates/se 



Title: 

Perfect score: 
Sequence : 



US-09-973-451-6 
5164 

1 MSAGPGWEPCTKARWGAAGT 



Y HAVES SAETTDMPGQKAGT 96 8 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



1589859 seqs, 357834939 residues 



Total number of hits satisfying chosen parameters 



1589859 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000 00 0 



Post -processing : 



Database : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



1 
2 



3 
4 
5 
6 
7 
8 
9 
10 
11 
12 
13 
14 
15 
16 
17 
18 
19 
20 



Published_Applications_AA: * 

/cgn2_6/ptodata/l/pubpaa/US07_PUBCOMB.pep : * 
/cgn2_6/ptodata/l/pubpaa/PCT_NEW 

/ rnn 9 fi/nfnHafa /1 / m 1 Hna a /TT.C! n £ 



:gnz_b / ptoaat a/ i / puspaa/ pct_new_pub . p 
/cgn2_6/ptodata/l/pubpaa/US06_NEW_PUB . 
/cgn2_6/ptodata/l/pubpaa/US06_PUBCOMB. 



PUB .pep : * 
pep : * 
pep : * 
NEW PUB. pep:* 



/cgn2_6/ptodata/l/pubpaa/US07_NEW_PUB .pep: * 
/cgn2_6/ptodata/l/pubpaa/PCTUS_PUBCOMB .pep : 
/cgn2_6/ptodata/l/pubpaa/US08_NEW_PUB.pep : * 
/cgn2_6/ptodata/l/pubpaa/US08_PUBCOMB .pep : * 
/cgn2_6/ptodata/l/pubpaa/US09A_PUBCOMB .pep : * 
/cgn2_6/ptodata/l/pubpaa/US09B_PUBCOMB .pep : * 
/cgn2_6/ptodata/l/pubpaa/US09C_PUBCOMB .pep : * 
/cgn2_6/ptodata/l/pubpaa/US0 9__NEW_PUB.pep : * 
/cgn2_6/ptodata/l/pubpaa/US10A_PUBCOMB .pep : * 
/cgn2_6/ptodata/l/pubpaa/US10B_PUBCOMB . pep : * 
/cgn2_6/ptodata/l/pubpaa/US10C_PUBCOMB .pep : * 
/cgn2_6/ptodata/l/pubpaa/US10D_PUBCOMB .pep : * 
/cgn2_6/ptodata/l/pubpaa/US10_NEW_PUB .pep : * 
/cgn2_6/ptodata/l/pubpaa/USll_NEW_PUB .pep : * 
/ cgn2_6/ptodata/l/pubpaa/US60_NEW_PUB .pep : * 
/ cgn2_6/ptodata/l/pubpaa/US60_PUBCOMB .pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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